In the Rubisco LSMT structure, the cofactor was fully defined and the position of its sulfur atom was verified by its signal in an anomalous difference electron density
It seems likely that the varied domains that occur together with the SET domain will be involved in recognizing protein substrates and "reading" histone tails in order to dictate which (if any) of their multiple lysine residues should get methylated. At the present time, the structural data only give hints about how this recognition might be achieved. As new structures are elucidated of various HKMTs with bound substrates, it should be possible to make judgments about whether this complex biological system can be reasonably described as a code and, if so, how that code gets deciphered by the cell's host of chromatin-associated proteins and enzymes.
